Spectral karyotyping is a diagnostic tool that allows visualization of chromosomes in different colors using the FISH technology and a spectral imaging system. To assess the value of spectral karyotyping analysis for identifying constitutional supernumerary marker chromosomes or derivative chromosomes at a national reference laboratory, we reviewed the results of 179 consecutive clinical samples (31 prenatal and 148 postnatal) submitted for spectral karyotyping. Over 90% of the cases were requested to identify either small supernumerary marker chromosomes (sSMCs) or chromosomal exchange material detected by G-banded chromosome analysis. We also reviewed clinical indications of those cases with marker chromosomes in which chromosomal origin was identified by spectral karyotyping. Our results showed that spectral karyotyping identified the chromosomal origin of marker chromosomes or the source of derivative chromosomal material in 158 (88%) of the 179 clinical cases; the identification rate was slightly higher for postnatal (89%) compared to prenatal (84%) cases. Cases in which the origin could not be identified had either a small marker chromosome present at a very low level of mosaicism (< 10%), or contained very little euchromatic material. Supplemental FISH analysis confirmed the spectral karyotyping results in all 158 cases. Clinical indications for prenatal cases were mainly for marker identification after amniocentesis. For postnatal cases, the primary indications were developmental delay and multiple congenital anomalies (MCA). The most frequently encountered markers were of chromosome 15 origin for satellited chromosomes, and chromosomes 2 and 16 for non-satellited chromosomes. We were able to obtain pertinent clinical information for 47% (41/88) of cases with an identified abnormal chromosome. We conclude that spectral karyotyping is sufficiently reliable for use and provides a valuable diagnostic tool for establishing the origin of supernumerary marker chromosomes or derivative chromosomal material that cannot be identified with standard cytogenetic techniques.
Introduction
Spectral karyotyping is an invaluable diagnostic tool in constitutional studies for identifying marker chromosomes and chromosomal exchanges that are not fully defined by conventional cytogenetic methods [1, 2] . This is especially true in cases involving de novo small supernumerary marker chromosomes (sSMCs) and derivative chromosomes [3] [4] [5] [6] . Such definitive karyotyping is important in assessing risk for phenotypic abnormalities, especially for prenatal situations [7, 8] . The ability to identify the origin of additional genetic materials is very important for providing information to couples in regard to the potential phenotypic and/or developmental effect of a de novo rearrangement. Similarly, in evaluation of infertility, the identification of derivative chromosomal material may shed light on the mechanism of infertility [9, 10] .
Although spectral karyotyping was developed more than a decade ago, few large-scale studies have assessed its ability to further resolve constitutional chromosomal rearrangements initially identified with conventional GTG-banding (G-banding) cytogenetic analysis. The primary aim of this study was to assess the utilization of spectral karyotyping for resolving chromosome abnormalities that are not well delineated by conventional Gbanding.
Materials and methods

Spectral Karyotyping Analysis of Abnormalities not resolved with Conventional Chromosome Analysis
We reviewed the results of spectral karyotyping and confirmatory FISH testing performed on 179 consecutive clinical specimens (31 prenatal and 148 postnatal specimens) submitted to our national reference laboratory. In both prenatal and postnatal settings, the most common indication for spectral karyotyping analysis was the presence of chromosomal material not defined by conventional G-banding. Chromosomal abnormalities included unidentified marker chromosomes, additional rearranged material of unknown origin, ring chromosomes, and various complex rearrangements.
Spectral Karyotyping Assay Procedure
The spectral karyotyping assay protocol recommended by the vendor (Applied Spectral Imaging, Carlsbad, CA) was followed. Emphasis was placed on the examination of telomeric regions. Spectral karyotyping was performed on metaphase chromosomes prepared for routine cytogenetic study from peripheral blood, amniotic fluid, and chorionic villus sampling(CVS) using standard hybridization procedures [1] . Equipment included the SKY Vision Cytogenetic Workstation with a Spectra-Cube ® and Sagnac interferometer, CCD camera for image capture, and a computer system for image analysis and pseudo-color karyotyping (Applied Spectral Imaging). The resulting multicolor images were examined with a 60x plan apochromatic objective followed by Kodak color print documentation of pseudo-colored karyotypes. All spectral karyotyping findings were confirmed by FISH using appropriate probes.
Results
Most of the 179 clinical samples were submitted to further delineate additional material detected on Gbanded analysis. Overall, spectral karyotyping identified the origins of the rearranged materials (including marker chromosomes) in 88% (158/179) of these cases; rates were similar in prenatal and postnatal cases (84% vs. 89%; see Table 1 ). The abnormalities included supernumerary marker chromosome (75 cases), additional material on a rearranged chromosome (71 cases), and ring chromosome (13 cases); a variety of complex rearrangements were observed in the remaining 20 cases. Spectral karyotyping identified the origin of the additional material in 77% to 100% of prenatal and postnatal samples, depending on the type of rearrangement involved. Notably, spectral karyotyping resolved the G-banding ambiguities in 19 of the 20 cases (95%) with complex rearrangements. Most cases in which the origin could not be identified were characterized by either a small marker chromosome present at a very low level of mosaicism (< 10%), or by a very small abnormality (data not shown). The lower practical limit of detection by spectral karyotyping appears to be within a single euchromatic band at a 500 band-level of resolution, or 6-10 Mb in size. Figures 1, 2 , 3 and 4 illustrate the use of spectral karyotyping in a variety of selected cases with ambiguous GTG-banding results. Table 2 listed clinical indications of 41 cases referred for further characterization of sSMC and also other rearrangements by spectral karyotyping. Clinical indications for prenatal cases were mainly for marker identification after amniocentesis. For postnatal cases, the primary indications were developmental delay and multiple congenital anomalies (MCA). The most frequently encountered markers were of chromosome 15 origin for satellited chromosomes, and chromosomes 2 and 16 for nonsatellited chromosomes. We were able to obtain pertinent clinical information for 47% (41/88) of cases with an identified abnormal chromosome.
Discussion
The findings of this study demonstrate the accuracy and usefulness of spectral karyotyping in identifying derivative constitutional chromosomal material. Our findings clearly demonstrate the clinical usefulness of spectral karyotyping for resolving the origin of a marker chromosome or rearranged chromosomal material when Gbanding analysis does not. Once the source has been identified by spectral karyotyping, confirmatory testing using FISH probes or family studies should follow. In our series, these confirmatory studies verified informative spectral karyotyping results in all 158 cases. Therefore, if further data support the accuracy of spectral karyotyping, follow-up FISH testing may not always be needed for confirmation. In comparison with array CGH, spectral karyotyping is considered more valuable when it is used to identify polyploidy (e.g., 69,XXX), the origin of a marker chromosome in metaphase, or balanced rearrangements such as translocations, provided that the size of the subtle rearrangement is at least one-band size at a 500 band-level of resolution [9, 11] . Spectral karyotyping may also be advantageous over array CGH when a low level of mosaicism (< 20%) is suspected, when a complex karyotype is observed on a conventional G-banded study, or when a DNA sample is not attainable for array CGH as a part of the follow-up process [12, 13] . However, unlike array CGH, spectral karyotyping has limited ability to accurately measure the size of a chromosomal rearrangement including sSMCs and to precisely determine the chromosome regions or breakpoints involved [9] . As such, spectral karyotyping will not allow for an accurate correlation between a chromosomal rearrangement and a specific phenotype. It is through the effort made by Liehr et al. at Jena University of Germany since 2004 that a comprehensive sSMC homepage http://www.uniklinikum-jena.de/fish/ sSMC.html has become available as an important reference source for the research community [14] . This homepage is a regularly updated, freely available online database with a focus to collect all available reported small supernumerary marker chromosomes (sSMCs) for In the 41 referral cases available for collection of further clinical information in our series, clinical indications were different between pre-and post-natal cases. While clinical indications were mainly for marker characterization after amniocentesis among prenatal cases, developmental delay and multiple congenital anomalies were the two major indications in our postnatal cases. Our data showed that the most frequently encountered markers were of chromosome 15 origin for satellited chromosomes, and chromosomes 2 and 16 for non-satellited chromosomes. These data are consistent with those published by Liehr et al [14] . Due to our unique setting as a national reference laboratory, we were only able to obtain pertinent clinical information for 47% (41/88) of cases with an identified abnormal chromosome.
Besides spectral karyotyping, there are many other approaches that are available for sSMC characterization. These approaches include centromere-specific multicolor FISH (cenM-FISH), subcentromere-specific multicolor (subcenM-FISH), microdissection and reverse FISH, microdissection and array CGH, or array CGH alone [14] [15] [16] [17] [18] . For other complex rearrangements, many possibilities are also accessible for further delineation after the chromosomal origin has been identified. These include BAC-FISH and FISH-banding methodologies such as multicolor banding fluorescence in situ hybridization (MCB/m-banding) up to array-CGH (microarraybased comparative genomic hybridization) in case of unbalanced rearrangements [16, 18] .
In recent years, array-CGH has attracted a great deal of research interest and is now considered an efficient and sensitive technique for detecting genome-wide copy number alterations at high resolution. It has increasingly replaced the role of spectral karyotyping in the diagnostic arena to identify the origin of sSMCs and other rearrangements, and also to characterize complex sSMCs. However, spectral karyotyping, to our belief, will still hold its unique value in the market place as a useful diagnostic tool, especially in identifying complex rearrangements in metaphase.
The data presented here and in the literature do not support the use of spectral karyotyping as a primary diagnostic tool in prenatal situations, as the risk of misdiagnosis is still a major concern [7, 8] . Yaron et al. tested the application of spectral karyotyping for characterizing de novo small supernumerary marker chromosomes (sSMCs) during prenatal diagnosis [7] . In this series, the evaluation of ring chromosomes and non-satellited SMCs benefited greatly from the additional analysis; however, spectral karyotyping did not provide further information for characterization in two cases with bisatellited SMCs [7] . Besides, spectral karyotyping results, unlike array CGH, often need to be refined by the use of FISH probes. Therefore, Heng et al. proposed a strategy that combines G-banding, spectral karyotyping and FISH for pre-and post-natal chromosomal analysis [11] . This strategy involves routine G-banding for the initial evaluation, but any marker chromosomes or complex rearrangements thus detected are further characterized by spectral karyotyping and then verified with FISH. Our findings provide evidence that this strategy is efficient for pre-and postnatal analysis. In this regard, Liehr et al. (2009) also proposed a different approach that uses only FISH methologies to handle sSMC cases in prenatal situations [14] .
In the foreseeable future, spectral karyotyping in conjunction with array CGH will continue to be applied not only in constitutional chromosome studies, but also in cancer cytogenetic studies for identification of complex and cryptic rearrangements [19] . Knowing that chromosomal changes in cancer are often considered a useful reference for therapy design, these chromosomal changes must be elucidated as precisely as possible. To provide better care for cancer patients, spectral karyotyping in combination with other molecular cytogenetic methodologies such as FISH and array CGH should be useful for supplementing Gbanding analysis for the identification of significant prognostic rearrangements.
In conclusion, our findings describe the validation of spectral karyotyping in a national-wide commercial cytogenetics laboratory and its successful introduction into the diagnostic arena. This technology provides a valuable diagnostic tool for establishing the origin of small supernumerary marker chromosomes (sSMCs) and derivative chromosomal material that cannot be identified with standard techniques. 
